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Figure 13 



1 r* 

Iaatt 



AlaGlnGluProValLysGlyProValSerThr 

ELI1 

AATTCGAGCTCGGTACCATACC7GCATATGCTCAAGAACCAGTTAAAGGTCCTGTGTCTACT 
GCTCGAGCCATGGTATGGACGTATACGAGTTCTTGGTCAATTTCCAGGACACAGATGA 



LysProGlySerCysProIlelleLeuIleArgCysAlaMetLeuAsnProProAsnArg 

63 j *• ELI3 

AAGCCAGGTTCTTGTCCTATTATCTTGATTCGTTGCGCTATGTTAAACCCACCTAACCGT 
TTCGGTCOAAGAACAGGATAATAGAACTAAGCAACGCGATACAATTTGGGTGGATTGGCA 
ELI 2 < — ' 



CysLeuLysAspThrAspCysProGlylleLysLysCysCysGluGlySerCysGlyMet 



123 . » ELI5 



TGTTTGAAGGACACTGATTGTCCAGGTATCAAAAAGTGCTGTGAAGGTTCCTGCGGTATG 
ACAAACTTCCTGTGACTAACAGGTCCATAGTTTTTCACGACACTTCCAAGGACGCCATAC 
ELI 4 



TGACT^ 
< 1 



AlaCysPheValProGlnEndEnd 
133 GCTTGTTTCGTTCCACAATAATAG 



CGAACAAAGCAAGGTGTTATTATCCTAG 210 
ELI6 * 
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Figure 14 

Ala Gin Glu Pro Val Lys Gly Pro Val Ser Thr Lys Pro Gly Ser Cys 
GCG CAA GAG CCA GTC AAA GGT CCA GTC TCC ACT AAG CCT GGC TCC TGC 
5' DNA 
Sequence 

Pro lie lie Leu lie Arg Cys Ala Met Leu Asn Pro Pro Asn Arg Cys 
CCC ATT ATC TTG ATC CGG TGC GCC ATG TTG AAT CCC CCT AAC CGC TGC 

Leu Lys Asp Thr Asp Cys Pro Gly He Lys Lys Cys Cys Glu Gly Ser 

TTG AAA GAT ACT GAC TGC CCA GGA ATZ AAG AAP TGC TGT GAA GGC TCT 

Cys Gly Met Ala Cys Phe Val Pro Gin 
TGC GGG ATG GCC TGT TTC GTT CCC CAG 



Z = T, C or A 
P = A or G 
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Figure 15 

Ala Gin Glu Pro Val Lys Gly Pro Val Ser Thr Lys Pro Gly Ser Cys 
GCG CAA GAG CCA GTC AAA GGT CCA GTC TCC ACT AAG CCT GGC TCC TGC 
5' DNA 
Sequence 

Pro lie lie Leu lie Arg Cys Ala Met Leu Asn Pro Pro Asn Arg Cys 
CCC ATT ATC TTG ATC CGG TGC GCC ATG TTG AAT CCC CCT AAC CGC TGC 

Leu Lys Asp Thr Asp Cys Pro Gly lie Lys Lys Cys Cys Glu Gly Ser 



TTG AAA GAT ACT GAC TGC CCA GGA AT2 

Cys Gly Met Ala Cys Phe Val Pro Gin 
TGC GGG ATG GCC TGT TTC GTT CCC CAG 



AAG AAP TGC TGT GAA GGC TCT 



TAG GAGGGAGCCGGTCCTTGCTGCACCTGT 



GCCGTCCCCAGAGCTACAGGCCCCATCTGGTCCTAAGTCCCTGCTGCCCTTCCCCTTCCCACACTGTCCA 
TTCTTCCTCCCATTCAGGATGCCCACGGCTGGAGCTGCCTCTCTCATCCACTTTC CAATAAA GAGTTCCG 
GAATTC Poly A 3' 

signal 



Z = T, C or A 
P = A or G 
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FIGURE 16 

10 30 50 

G GAATTC CGGTTCCTCATCGCTGGGACGCTGGT TCTAGAG GCAGCTGTCACGGGAGTTCC 

EcoRI Xbal 
FLIAGTLVLEAAVTGVP 

| IN- FRAME UPSTREAM PROTEIN SEQUENCE 

70 90 110 

. 

TGTTAAAGGTCAAGACACTGTCAAAGGCCGTGTTCCATTCAATGGACAAGATCCCGTTAA 
VKGQDTVRGRVPFNGQDPVK 
130 150 170 

AGGACAAGTTrCAGTTAAAGGTCAAGATAAAGTCAAAGCGCAAGAGCCAGTCAAAGGTCC 
GQVSVKGQDKVK 

AlaGlnGluProValLysGlyPr 
| — ELASTASE INHIBITOR— 
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FIGURE 16 CONTINUED 

190 210 230 

AGTCTCCACTAAGCCTGGCTCCTGCCC^ATTATCTTGATCCGGTGCGCCATGTTGAATCC 
oValSerThrLysProGlySerCysProIlelleLeuIleArgCysAlaMetLeuAsnPr 

250 270 290 

CCCTAACCGCTGCTTGAAAGATACTGACTGCCCAGGAATCAAGAAGTGCTGTGAAGGCTC 
oProAsnArgCysLeuLysAspThrAspCysProGlylleLysLysCysCysGluGlySe 

310 330 350 

TTGCGGGATGGCCTGTTTCGTTCCCCAGTGAGAGGGAGCCGGTCCTTGCTGCACCTGTGC 
rCysGlyMe tAlaCysPheValProGlnEnd 

370 390 410 

• • • * 

CGTCCCCAGAGCTACAGGCCCCATCTGGTCCTAAGTCCCTGCTGCCCTTCCCCTTCCCAC 

430 450 470 

ACTGTCCATTCTTCCTCCCATTCAGGATGCCCACGGCTGGAGCTGCCTCTCTCATCCACT 

490 



TTCC AATAAA GAGTTCCG GAATTC 

Poly A EcoRI 
signal 
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Sma I 

Eco RI 



EcoRI Smal BatnHI Sail PstI 
i II! ! 

pUEX2 GAA TTC CCG GGG ATC CGT CGA CCT GCA GCC AAG CTT GCT GAT TGA 
Glu Phe Pro Gly lie Ar<j Arg Pro Ala Ala Lys Leu Ala Asp *** 



FIG M- 
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EcoRI(i) 



Xbai(&E} 
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